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Pulse crops are leguminous plants whose grains are used exclusively for food.  In Asia, Africa 
and many developing countries, pulses constitute a major source of dietary protein and extensive 
efforts are being undertaken to improve pulse production.  However, due to global climate 
change, abiotic stresses are increasingly impeding crop production.  Conventional plant breeding 
has contributed tremendously in the development of improved crop varieties, but other 
biotechnological tools are needed to complement breeding efforts to accelerate development of 
pulse crop varieties tolerant to abiotic stresses such as drought, salinity, high and low 
temperatures.  Genomics resources such as molecular markers have started to expedite marker-
assisted breeding and quantitative trait loci (QTL) introgression in chickpea for drought 
tolerance.  Similarly, transcriptomic resources such as expressed-sequence tags, and expression 
profiling such as microarrays also contribute to further understand abiotic stress tolerance in 
pulses and for the development of genic markers.  In pulse crops, development of in vitro 
regeneration techniques and transgenics has been slow and more resources need to be allocated 
to expedite their development.  In vitro regeneration techniques are also useful for embryo rescue 
of wide hybrids.  Transgenics, although controversial, offer a faster means to develop abiotic 
stress tolerant pulse crops.  While enhancement of abiotic stress tolerance in pulse crops implies 
higher returns in the developed countries, in developing countries it will contribute to food and 
nutritional security, and sustainable production.  It is therefore encouraging that ICARDA, 
ICRISAT and CGIAR (Generation Challenge Programme) invest extensively into using new 
technologies for improvement of pulse crops in these regions of low-input farming. 
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Pulse crops – definition, major and minor pulse crops 
A pulse is a leguminous crop harvested solely for the dry seed, excluding the crops that are 
mainly grown for oil extraction (e.g. soybean and peanut).  Being leguminous crops, pulses play 
an important role in crop rotation due to their ability to fix nitrogen.  The major pulses include 
common bean or kidney bean (Phaseolus vulgaris), pea (Pisum sativum), chickpea, bengal gram 
or garbanzo (Cicer arietinum), cowpea (Vigna unguiculata), lentil (Lens culinaris), pigeonpea or 
red gram (Cajanus cajan), mungbean or green gram (Vigna radiata) urdbean or black gram 
(Vigna mungo), lupins (Lupinus spp.), faba bean or broad bean (Vicia faba),  bambara bean or 
bambara groundnut (Vigna subterranea), vetch (Vicia sativa), rice bean (Vigna umbellata), moth 
bean (Vigna acontifolia), tepary bean (Phaseolus acutifolius), adzuki bean (Vigna angularis), 
lima bean (Phaseolus lunatus), and runner bean (Phaseolus coccineus).  The minor pulses 
include lablab or hyacinth bean (Lablab purpureus), jack bean (Canavalia ensiformis), sword 
bean (Canavalia gladiata), winged bean (Psophocarpus teragonolobus), guar bean (Cyamopsis 
tetragonoloba), velvet bean (Mucuna pruriens var. utilis) and yam bean (Pachyrrizus erosus). 
Pulse production – Global and different countries from FAOstat 
During 2008, the pulses were grown in 71.8 million ha, producing 61.5 million tons of dry seeds 
with an average yield of 856 kg per ha [1].  The FAOStat provides individual crop statistics only 
for few pulses and clubs remaining pulses in groups.  The dry bean group of pulses (includes 
common bean, lima bean, adzuki bean, mungbean, urdbean, scarlet runner bean, rice bean, moth 
bean and tepary bean) accounts for one-third of the pulse production.  In the remaining 
production, 16.3% is contributed by pea, 13.8% by chickpea, 9.3% by cowpea, 7.0% by faba 
bean, 6.7% by pigeonpea, 4.6% by lentil, 1.6% by lupins, 1.6% by vetches and 5.7% by minor 
pulses.  During 2008, 170 countries grew pulses, but about 79% of the pulse area was in Asia 
(48.4%) and Africa (30.5%). Americas, Europe and Oceania accounted for 15.2, 3.7 and 2.1% of 
the area, respectively.  The major pulses producing countries include India (23.2%), Canada 
(8.1%), China (8.0%), Myanmar (5.8%), Brazil (5.7%), Nigeria (4.8%), USA (3.1%), Russian 
Federation (3.0), Ethiopia (2.9%) and Australia (2.8%).  Most of the pulses are consumed within 
the producing countries and the international trade is about 16% of the total production.  The 
major pulse importing countries are India (26.3%), Egypt (4.4%), China (4.0%), Pakistan (3.4%), 
UAE (3.2%), USA (2.8%), UK (2.8%), Italy (2.8%), Turkey (2.8%) and Brazil (2.7%), while the 
major pulse exporting countries are Canada (32.3%), USA (11.5%), China (10.7%), Myanmar 
(7.8%), Australia (6.3%) and France (5.1%).  
Abiotic stresses affecting pulse crops 
The improvement of crop production in the face of acute global climate changes has become a 
challenging endeavour.  Besides the environmental impact, in many regions of the world, crop 
production has been limited due to socio-economic and political instability.  However, advances 
in genomics research are expected to contribute greatly to alleviate crop production limitations in 
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many of these regions, where unfortunately, hunger, malnutrition and poverty are widespread.  In 
the western hemisphere, environment and climate change are likely to have the most negative 
consequences on crop production.  Abiotic stress challenges faced by plants include drought, 
salinity, flooding, metal toxicity (heavy metals), mineral nutrient deficiency, high temperature, 
low temperature, freezing temperature, UV stress, photinhibition and anaerobiosis.  All too often 
several of these may affect plants simultaneously, leading breeders to re-think selection 
strategies for abiotic stress tolerance by considering selection under multiple stresses.  While this 
recognized strategy is likely to be valuable, the complexity of selection for a number stress 
tolerance traits can be resource-demanding and time-consuming for a breeding programme.  
Therefore, numerous studies have been undertaken to understand the abiotic stresses challenges 
and how they affect plant performance. 
 Among the abiotic stresses affecting pulse crops, drought is probably one of the major 
concern, especially in the semi-arid tropic (SAT) regions such as Asia and Africa, where it is 
considered one of the most detrimental stress for pulse crop production [2].  Drought-tolerance 
and water-use efficiency are intricately related.  Drought refers to the insufficient availability of 
soil moisture, leading to limitation in the supply of water to a growing plant.  In arid and semi-
arid areas, rainfall patterns tend to be inconsistent, and when combined with high temperatures, 
moisture for crop growth becomes limiting [3].  Therefore, water use efficiency by crops is a 
viable strategy to surmount such conditions and breeding and genomics strategies are being 
developed to maximize this potential [4].  As a result of water deficit and drought, plants are also 
adversely affected by increase in soil salinity which leads to disruption of plant water status [5].  
Salinity and drought combined pose a major problem for normal plant growth in arid and semi-
arid regions [6].  While growing salinity tolerant varieties is useful, it is however important to 
note that tolerance leads to further retention of salinity levels in the soils, affecting subsequently 
planted crops [7].  Salinity tolerance is conferred by plant’s ability to exclude, as opposed to 
partitioning of ions within the plant, without affecting its performance significantly [8, 9].  
Proper management practices are therefore necessary to sustain agricultural production under 
such adverse soil conditions.  Cereals are generally more tolerant to saline conditions than 
legumes [10] and could therefore be used in crop rotations to minimize build up of salt in soils.  
In addition, it has also been suggested that evaluation for salinity tolerance be performed at 
vegetative as well as reproductive stages of growth, since in crops like chickpea salinity affects 
both these stages and sensitivity is more pronounced at podding stage [11]. 
 Soil fertility can also be limiting for crop production and is due to depletion and 
degradation of soil nutrients [12].  Therefore, alternative methods for supplementing soils need 
to be undertaken.  Use of fertilizers can be prohibitive for resource-deprived farmers in 
developing countries and organic supplements are likely to be the best solutions in this situation 
[13, 14].  When availability of nutrients is low, varieties capable of maximum nutrient use 
efficiency would be valuable.  However, in recent years nutrient uptake with relevance to the 
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symbiotic arbuscular mycorrhiza (AM) and their associations to abiotic stresses are being more 
important [15].  There have been extensive studies on the beneficial effects of AM:plant 
associations for sustainable cropping of temperate crops (for reviews see [16, 17] and research 
applications for tropical agriculture are being undertaken.  For example, mycorrhization has been 
shown to help with uptake of phosphorus and other nutrients (for reviews see [13, 15]) and also 
allows plants to tolerate abiotic stresses such as heavy metals [18] and salinity [19].  In Cajanus 
cajan, it has been shown that the AM: root association led to accelerated acquisition of 
phosphorus by a  plant [20].  Similarly, in Glycine max [21] and Cajanus cajan [22] it has been 
shown that nutrient uptake and growth is improved under salinity stress due to associations with 
AM.  Radiant frost, is another common abiotic stress experienced under more temperate climatic 
regimen for cool season pulse crops such as chickpea, lentil, faba bean and field pea [23].   
Mechanisms underlying stress tolerance – a generalized picture   
Plants, being sessile in nature, need to perceive and adjust as needed to abiotic stress challenges.  
However, plants can only withstand a certain level of stress and once the optimum threshold is 
surpassed, cellular and metabolic functions become perturbed leading to sub-optimal 
performance.  For crops, this sub-optimal performance essentially leads to reduced yield.  Plants 
have nonetheless adapted to or have been selected for adaptation to abiotic stresses over time, but 
further tolerance is required to meet the ever-increasing abiotic stress challenges.  Abiotic 
stresses include those adversities perceived by plants when exposed to drought, salinity, cold, 
heat, anaerobiosis, heavy metals, light intensity/UV and nutrient limitations and essentially limit 
crop productivity.  These abiotic stresses in essence disturb the homeostatic equilibrium within 
the plant (for review see [24]).  Prior to the availability of genomics tools, a one-gene approach 
was used to attempt to explain abiotic stress response in a “cause and effect” strategy.  However, 
tolerance to abiotic stresses is complex and in spite of the identification of numerous genes with 
potential roles in abiotic stress responses, further understanding and dissection of the cascades of 
events that lead to the ability to withstand such stresses still need to be understood.    Genome-
wide expression profiling approaches have enabled the elucidation of the roles of many of the 
genes induced in response to abiotic stresses (for review see [25]).  Interestingly, in leguminous 
crops genome-wide studies for abiotic stress tolerance are very few and done on model legumes 
such as alfalfa and soybean (e.g., [26-28]).  Such studies are important to identify and establish 
network(s) involved in stress response pathways, which could eventually be manipulated to 
minimize crop losses due to abiotic stresses [29], especially for pulse crops such as lentil, 
chickpea, pigeon pea and common bean.  Nonetheless, there have been some recent genomics 
studies on some of the major pulse crops for abiotic stress tolerance. 
 Generalized stress responses in plants begin with sensing of a stress by the primary 
sensor, followed by a signaling cascade of events, with calcium being the second messenger.  
The occurrence of a multiplicity of physiological, biochemical and molecular events in response 
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to abiotic stresses is well known, including accumulation of intracellular compounds such as 
nucleic acids, proteins, carbohydrates and amino acids.  The series of events from perception of 
stress to signal transduction to phospho-protein cascades and transcription factor 
activation/suppression leading to induction of stress-responsive genes, and allowing the plant to 
respond to perceived stress either as a defensive or protective reaction, is also well elucidated 
[30].  However, the initial perception and perturbation of cellular function may vary, depending 
on the abiotic stresses, although some of the stress response pathways are common to various 
types of abiotic stress challenges such as drought, salinity, osmotic stress and cold [31-33].  For 
example, drought, salinity, and low, high and freezing temperatures lead to membrane integrity 
disruption, generation of reactive oxygen species (ROS), accumulation of toxic by-products, 
photosynthetic process dampening and nutrient uptake reduction [34].  At the molecular levels 
cross-talks and specificities of signalling pathways also exist in response to abiotic stresses (for 
review see [35]).  In Arabidopsis, for example, a histidine kinase was induced in response to salt 
and considered to be a osmosensor [36].  As a generalized response, elevated levels of calcium in 
response to a number of abiotic stresses as an early signal or second messenger has also been 
well established  (for reviews see [37, 38]).  A number of sensors related to calcium-regulated 
proteins such as calmodulin [39-41], calcium-dependent protein kinases (CDPKs) [42] and 
calcium-regulated phosphatases [43, 44] have also been associated with signal transduction 
pathways in response to different abiotic stresses.  The CDPKs, however, have been shown to be 
stress-specific due to occurrence of many isoforms [45].  Similarly, among the Ca
2+
/phosphatase 
interactions, occurrence of phosphatase isoforms point to stress-specific roles [43].  Thus, due to 
the multiple roles of calcium sensors by way of different isoforms conferring specificity, they are 
also central to cross-talks among various abiotic stresses [35]. 
 Another important component of the signal transduction pathways in response to biotic 
and abiotic stresses and plant hormone signalling and cell division involves the mitogen-
activated protein kinases (MAPK) cascades [46-49].  The MAPK cascades have been extensively 
studied and characterized in higher plants for their roles as signalling molecules [50].  In 
Arabidopsis sequenced genome survey 20 MAPKs, 10 MAPK kinases and 60 MAPK kinase 
kinases were identified [51].  The regulation of activity of proteins by MAPKs can occur in two 
possible scenarios; in the first scenario, an activated MAPK phosphorylates nuclear transcription 
factors, cytoskeletal components and/ or other kinases and in the second scenario other 
regulatory proteins and MAPK components interact physically, irrespective of phosphorylation 
state [49].  Once the signal transduction pathway has served its purpose and the downstream 
response has been elicited, inactivation of MAPKs need to occur and phosphatases reset the 
signalling pathways by dephosphorylating the MAPKs [52].  Furthermore, phosphatases are able 
to hold the MAPKs in the cytoplasm or nucleus [53], effectively terminating the signal [54]. 
 Downstream to the signal transduction pathways, induction of transcription factors is 
invoked, some of which integrate another level on complexity in the cross-talks among different 
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abiotic stresses.  A well-elucidated example of this cross-talk is provided by low temperature, 
drought and abscisic acid induction of genes by these transcription factors [55, 56].  The 
promoters of some of these cold- or drought-induced genes contain the CRT (C-repeat element) 
or DRE (drought-responsive element), respectively, and as characterized in Arabidopsis [56-58] 
are targeted by the DREB1 or CBF transcription factors under low temperature exposure and by 
DREB2 under salt or drought exposure.  The cross-talk among the low temperature, drought and 
salinity signalling pathways has been the subject of many studies using the RD29A gene of 
Arabidopsis, whose promoter contains the C-repeat element [59].  RD29A promoter::GUS fusion 
constructs in Arabidopsis leaf protoplasts were shown to be induced by low temperature and 
drought as a result of over-expression of DREB1 and DREB2, respectively, indicating integration 
of two different signal transduction pathways, leading to the expression of one gene [57].  With 
the use of global transcriptomic profiling approaches mostly in Arabidopsis, it has been clearly 
demonstrated that under any type of stress up to 25% of the genome is differentially regulated 
and that irrespective of the stress applied, a group of 59 genes, 21 of which were transcription 
factors, were induced [60]. 
Strategies to enhance abiotic stress tolerance - Conventional 
The improvement in productivity of pulse crops has had tremendous success over the years due 
to the availability of genetic resources and breeding knowledge [61].  While the combination of 
breeding and diverse germplasms has contributed to yield increments, enhancement to abiotic 
stresses has proven to be more challenging using conventional approaches.  This is mainly due to 
the quantitative nature of inheritance to tolerance against abiotic stresses.  Nonetheless, plant 
breeders have been able to develop varieties tolerant to some extent to abiotic stress challenges 
by using various strategies from conventional breeding methodologies to germplasm collections 
to mutagenic approaches. 
 Breeding 
Plant breeding as an expedited form of evolution has contributed tremendously to the 
development of new improved crop varieties.  It has been viewed as an art in many instances due 
to the breeder’s ability to sometime recognize intuitively certain attributes in breeding lines 
which would make a variety more suitable.  Over time, as emphasis was placed on nutrition, 
adaptation to environments, quality and  economic return, selection became primordial in 
initiating plant breeding programs [62].  It can therefore be stated that early gatherers were in 
effect the first breeders since they intentionally selected for desirable traits such as palatability of 
plant products and ease of harvest during the domestication process of plants, without having 
much of an impact on the general structure of crop plants [63].  Prior to the re-discovery of 
Mendel’s laws of genetics, breeders were deemed to be successful based on their ability to 
carefully observe and identify variations showing improved qualities for further advancing as 
varieties [62].  However, despite advances in areas of genomics, plant breeding will continue to 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
7 
 
be the essence of all crop improvement strategies.  Plant breeding essentially involves 
identification of genetic variability and combining this variability to generate plant types with 
desirable attributes.  However, due to the erosion of genetic diversity, there has been a need to 
mine for variability from other sources.  Thus from traditional breeding from the use of 
germplasm resources from wild species, land races and distant relatives, plant breeders have 
created new variability by chemical and physical mutagenesis.  The phenomenon of somaclonal 
variation recognized in plant cell cultures [64] also became potential sources of variation.   
 Application of scientific principles to classical breeding approaches occurred with the re-
discovery of the laws of inheritance [65].  Increasing adaptation of cultivars to specific 
environments were sought by assessing increase in productivity through identification of sources 
of variability in local germplasm resources or through  introduced land races or breeding lines 
from other breeding programs, wild species or genera.  If further variability was needed, plant 
breeders screened for spontaneous mutations or induced mutations physically or chemically.  
Such variant genotypes subsequently became parental lines in hybridization experiments and 
used for qualitative or quantitative trait selections.  Depending on the traits under selection, the 
breeder sets realistic objectives to maximize identification of desired traits in progeny of the 
crosses.  The qualitative and quantitative nature of the traits as well as their heritability needs to 
be taken into consideration.  Thus, plant breeders set objectives in order to determine selection 
criteria, aid in the choice of breeding method and choice of parents and indicate when selection 
must begin.  The objectives of the plant breeder should also reflect the end-user preferences such 
as the consumer and the producer so that quality-enhanced and marketable varieties are 
produced.  The general scheme of breeding outlined above is no different in pulse crops [61].  
Furthermore, breeding programs have drawn from knowledge gained from model legumes such 
as Medicago truncatula, Lotus japonicus, Glycine max and Pisum sativum to breed for quality 
and well as other agronomic traits and biotic and abiotic stresses in more complex and less well-
understood pulse crops such as faba bean [66]. 
 It is estimated that 60% of the worldwide common bean (Phaseolus vulgaris L.) 
production is drought-prone [67].  At the International Center of Tropical Agriculture (CIAT), a 
breeding program was initiated for the development of drought resistant breeding lines.  Drought 
resistant lines had significantly higher yields than commercial varieties under drought [67].  
Similarly in chickpea (Cicer arietinum L.), which is usually grown under rainfed conditions, 
drought accompanied by heat stress is limiting to growth and a study was initiated to select 
genotypes resistant to drought/heat with particular reference to selection criteria [68].   The study 
found that seed weight was least affected by the drought/heat stress conditions and had the 
highest heritability and could possibly be used in early breeding selections [68].  The study also 
indicated that days to the first flowering and maturity to escape terminal drought and heat 
stresses should be evaluated before many other phenological traits [68].  Similar to these studies, 
deeper rooting systems in chickpea have been associated with better coping against drought [69, 
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70].  Root traits such as rooting depth and root biomass have also been shown as ideal traits to 
breed for terminal drought stress tolerance in chickpea [71].  In faba bean (Vicia faba), 
deprivation of water led to increased root growth and root density and both were suggested to be 
adaptive mechanisms to cope with the limited water supply [72].  
 Mining germplasm resources 
Although breeding efforts have generated numerous improved varieties, erosion of genetic 
diversity as well as limited availability of germplasm resources has led to a need for the 
identification of new sources of variability in wild species and land races or by de novo 
generation.  Therefore, plant breeders started to screen for mutations for incorporation into 
breeding programs.  This practice led to coining of the term “mutation breeding” and has been 
practiced for almost a century.  Naturally occurring mutants have indeed heralded The Green 
Revolution due to the use of dwarfing genes found in a Japanese wheat cv. Norin-10.  High 
yielding dwarf rice varieties possessing strong straw were derived from spontaneous semi-dwarf 
mutation phenotype in a rice cv. Dee-geo-woo-gen from Taiwan. 
 In leguminous crops, breeders have sought for variation in land races, wild species and 
wild progenitors.  However, this has led to a narrow genetic base for improvement of legumes as 
these belong to the primary gene pool (GP-1) [73].  The use of the secondary gene pool (GP-2), 
which consists of species that can potentially be crossed with GP-1, has been used for common 
bean improvement, but has been challenging for lentil improvement [74].  The availability of 
large collections of pulse crops germplasm resources around the world such as ICRISAT (India), 
ICARDA (Syria), CIAT (Colombia) and IITA (Nigeria) now offers the possibility of screening 
for many traits of interest [74] from collections within these resources.  While mostly agronomic 
and quality aspects have been the focus of breeding employing germplasm resources from these 
centres, mining for abiotic stress tolerance genes has now become an important component.  In 
an attempt to contribute functional markers for allele mining in chickpea germplasm resources, a 
root expressed sequence tagged (EST) resource was developed and was suggested to be 
potentially useful for candidate gene identification for abiotic stress tolerance [75] 
 Variation creation - Traditional mutagenesis and TILLING 
A significant addition to the tool belt of the plant breeder in the early part of the last century was 
inducible mutagenesis.  Although naturally occurring mutations were identified as early as the 
1900s by de Vries, with their potential for use in breeding [cited in 76], it was only when 
physical mutagenesis by X-rays in Drosophila [77, 78] and in barley [79] were generated that the 
new field of induced mutagenesis research started and quickly became part of the field of plant 
breeding.  To date, 3124 mutant varieties are listed with the FAO/IAEA Mutant Varieties 
Database [80].  Almost 70% of these mutants were advanced over generations and released as 
new varieties, while the remainder were used in crosses with other varieties [81].  The first 
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variety to be derived from mutagenic X-ray irradiation was the tobacco cultivar, Chlorina, which 
was commercially released in 1934 [Tollenaar 1934 cited in 76].  About two decades later, a 
commercial variety of mustard, cv. Primex, was released from X-ray-induced mutation 
treatments.  Of the direct mutant varieties released, radiation was used in about 89% of these and 
75% of the overall mutants in the database were in crops [81].  Mutation breeding for grain 
legumes has also been widely applied, especially in conjunction with the Joint FAO/IAEA 
Division [82, 83].  The FAO/IAEA Mutant Varieties Database lists 202 mutant varieties of pulse 
crops [80] and were generated for mostly agronomic improvement, with a few for abiotic stress 
tolerance such as drought tolerance in Cajanus cajan, cold resistance in Cicer arietinum and 
salinity tolerance in Lens culinaris. 
 Induced mutations gained new impetus in the genomics era, with the specific targeting of 
known genes.  The TILLING (Targeting Induced Local Lesions IN Genomes) [84] strategy has 
become widely applicable for variation mining in crop plants.  The TILLING method enables 
identification of single base pair changes in genes of interest [85].  Seeds are generally 
mutagenized with ethlylmethane sulfonate (EMS).  M1 plants grown from these seeds are selfed, 
planting individual M2 seeds for DNA extraction and cataloguing M3 seeds.  PCR amplification 
for the gene of interest is done on pooled DNA from the M2 plants.  PCR products are denatured 
and upon re-annealing heteroduplexes are formed.  Denaturing-HPLC was originally used to 
analyze heteroduplexes for mutations [84, 86].  Subsequently, treatment of the heteroduplexes 
with an endonuclease, CELI, which specifically cleaves mismatches between mutated and non-
mutated variant heteroduplexes was used [87].  CELI, which was extracted from celery, 
recognizes single base mismatches and cleaves on the 3’-side of the mismatch [88].  
Electrophoretic separation of cleaved heteroduplexes allows identification of mutations.  Mutant 
plant is then identified by screening DNA from individual samples constituting the pool.  EMS 
generally causes G/C to A/T transitions and the randomly distributed G/C to A/T transitions in 
Arabidopsis thaliana account for up to 99.5% of mutations [89].  TILLING populations are 
available for Arabidopsis thaliana [85], Lotus japonica [90], maize [91], barley [92], wheat [93, 
93-96] and oat [97].  In legume crops, TILLING populations have been slow to be created and 
has been restricted to the model legume Lotus japonica [90] and in soybean [98].  However, in 
recent years TILLING populations have been produced for pulse crops including common bean 
[99, 100] and pea [101].  In order to extend our capabilities to mine for abiotic stress tolerance 
genes in other major pulse crops such as lentil, chickpeas, cowpea and pigeonpea, TILLING 
populations need to be developed.  For example, in the Medicago TILLING population, a 
leucine-rich repeat, Srlk mutant gene, was found not to limit root growth in response to salt stress 
[102].  Therefore, TILLING populations for pulse crops will be very valuable to mine for abiotic 
stress genes. 
Strategies to enhance abiotic stress tolerance – Biotechnology and genomics 
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Plant breeding approaches have resulted in the successful development of a number of different 
commercial varieties of crops.  Even today, plant breeding is pivotal in the development of 
improved varieties. However, erosion of naturally occurring genetic variability has limited the 
development of newer cultivars with improved qualities by plant breeders [103].  The toolbox of 
plant breeders has therefore expanded with the use of novel germplasm resources, made 
available from both de novo as well as from induced sources. More recently, the availability of 
TILLING populations in many crops has further generated sources of variability for traits of 
interest, although still rudimentary for pulse crops.  The TILLING approach is likely to expedite 
breeding programs due to the variability of a number of defined mutants for traits of interest.  
Breeding for abiotic stress tolerant crops is a major initiative around the world.  However, the 
quantitative nature of inheritance of abiotic stress tolerance renders this task challenging.  
Genetic mapping strategies are valuable tools for locating genomic regions associated with 
abiotic stress tolerance and quantitative trait loci (QTL) mapping has become an integral part of 
breeding efforts for such complex traits.  Other technology-driven tools for pulse crop 
improvement include in vitro culture systems and the phenomenon of somaclonal variation and 
transgene technology.  Besides, these the functional analysis of genes involved in abiotic stress 
tolerance, including EST resources are important for developing breeding strategies to enhance 
abiotic stress tolerance. 
 Genetic mapping and QTL analysis 
The complex genetic nature of inheritance to abiotic stress tolerance traits such as drought, 
salinity and low temperature and the difficulty of phenotyping for such traits under field 
conditions along with high genotype x environment interactions, were initially daunting [2].  
However, with the advent of molecular markers and marker-assisted selection (MAS) tools, there 
has been an enhanced ability to more effectively select for traits for incorporation into new 
varieties.  More recently the ability to identify quantitative trait loci (QTLs) markers for 
polygenic traits has expanded marker-assisted breeding.  The repertoire of molecular markers has 
grown considerably over the years from the tedious RFLP types to the more versatile RAPD and 
AFLP type markers.  However, nowadays SSR, SNP and DArT markers have become widely 
accepted for use.  In leguminous crop breeding, these varieties of markers have been employed 
with varying combinations for biotic as well as abiotic stress tolerance selection, more success 
being achieved for biotic stress MAS as in soybean for resistance against cyst nematode [104] or 
for resistance against common bacterial blight in pinto bean [105].  Nonetheless, there have been 
successful reports of MAS for abiotic stress tolerance or towards achieving that goal by way of 
identification of QTL.  For example, selection for drought tolerant common bean genotypes has 
been shown using five RAPD markers with improved performance under stressed conditions 
[106, 107].  In cowpea, QTL associated with drought response phenotypes were identified [108, 
109].  Similarly, root trait QTL for drought-avoidance were identified in chickpea and will likely 
contribute to expedite development of varieties for enhanced drought avoidance [71].  Frost 
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tolerance QTL have been identified for faba bean and suggested to be valuable in future for 
efficient screening of large populations [110].  Several winter-hardiness QTL have also been 
identified in lentil, with one QTL being found to be common to all environments tested [111].  In 
pea, the flowering locus Hr was found to colocalize with a major a winter-frost tolerance QTL, 
thereby making  it ideal for MAS [112].  Similar to drought MAS, limited information is also 
available for MAS for salinity tolerance in pulse crops compared to other legumes such as 
soybean. Salt tolerance QTL identified in wild and cultivated soybean were found to be 
conserved and accounted for a large dominant effect [113].  SSR marker alleles flanking a major 
salt tolerance QTL were also identified in soybean that could be used for MAS for salinity 
tolerance [114], including during seedling growth [115]. 
 One powerful use of MAS has been suggested for gene pyramiding in the development of 
crop plants with tolerance to multiple stresses [116] or for introgression of multiple QTLs for a 
specific abiotic stress [117].  While gene pyramiding and QTL introgression have been shown 
for cereals for both biotic and abiotic stresses, efforts are currently underway for achieving the 
same in pulse crops, particularly for abiotic stress tolerance.  This was mainly due to lack of 
abiotic stress related QTL in pulse crops.  In common bean, resistance to rust and anthracnose 
was developed by using marker-assisted backcrossing [118].  Introgression of multiple QTL for 
root morphological characteristics associated with drought tolerance was shown in rice [119] and 
it is likely that similar approaches will be successful in pulse crops in the near future as 
suggested from chickpea root trait QTL studies for drought tolerance [71].  It is foreseen that in 
the next five years with major QTL being identified for abiotic stresses in pulse crops, the 
relevance of pyramiding and QTL introgression will increase dramatically.  In chickpea, a hot 
spot region that affects several traits (root length density, root biomass, shoot biomass) 
contributing to drought tolerance has been identified from two mapping populations (ICC 4958 × 
ICC 1882; ICC 283 × ICC 8261) segregating for root traits (Gaur et al. unpublished).  This 
region contributes up to 36% phenotypic variation for both root and shoot biomass, and root 
length density.  Terminal drought is the major constraint to chickpea productivity, particularly in 
the semi-arid tropics where it is generally grown rainfed on residual soil moisture after the rainy 
season.  Root traits, particularly rooting depth and root biomass, are known to play an important 
role in drought avoidance through more efficient extraction of available soil moisture.  This 
genomic region flanked by SSR markers TAA 170 and ICCM 0249 has been introgressed into 
three cultivars (JG 11, KAK 2 and Chefe) using marker assisted backcrossing (MABC).  While 
TAA 170 and ICCM 0249 markers were used for foreground selection, eight AFLP primer 
combinations were used for background selection.  BC3F4 progenies are available and will be 
evaluated along with donor and recipient parents in both irrigated and rainfed conditions.  
Marker-assisted breeding for root traits is expected to improve precision and efficiency of 
breeding for drought tolerance in chickpea. 
 Transcriptomic resources 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
12 
 
Gene expression profiling approaches have had tremendous impact on obtaining global 
snapshots of genes under any particular condition of plant growth, be it spatial, temporal, 
developmental or environmental.  While such expression profiling approaches have been 
routinely conducted for all major crops for abiotic stress challenges, in pulse crops examples are 
now only emerging.  In chickpea, 2800 root-trait and drought-responsive ESTs were developed 
and annotated [120].  More recently, a set of 20162 drought- and salinity-responsive chickpea 
ESTs and gene-based markers have been developed [121].  Similarly, in pigeonpea 9888 
fusarium wilt- and sterility mosaic disease-responsive ESTs were developed [122] and the 
pigeonpea genomics initiative is already starting to provide more resources for pigeonpea 
improvement [123]. 
 Other transcriptomic approaches have included differential display PCR (DDRT-PCR), 
cDNA-AFLP and microarrays, although the latter has been mostly restricted to model legumes 
for abiotic stress transcriptome profiling.  Using DDRT-PCR drought-modulated gene(s) in 
common bean were examined and 8.7% of the 1200 DDRT bands were found to be regulated by 
drought [124].  Similarly, cDNA-AFLP profiling in cowpea during biological nitrogen fixation 
under heat stress revealed 55 transcripts which were up-regulated and nine which were down-
regulated by heat stress [125].  Subsequently, using the transcript-derived fragments as probes 
against a cowpea heat-stressed root nodule cDNA library, it was shown that two of the full 
length clones isolated coded for a small heat shock protein gene and a nodulin gene [126].  
Studies such as the cDNA-AFLP transcriptome analyses are valuable since they allow for gene 
discovery under abiotic stress challenges, as recently reported in wheat, wherein temporal and 
spatial specificity of induced transcripts under low temperature exposure occurred [127].  The 
cDNA-AFLP profiling is a low-cost alternative for gene discovery, especially in laboratories 
with limited resources [103] and will be valuable for pulse crop transcript profiling under abiotic 
stress challenges. 
 Compared to other crops, microarray-based studies in pulse crops have also been lagging 
behind.  Most microarray studies relating to abiotic stresses have been done in model legumes 
such as Medicago truncatula or soybean.  For example, in Medicago truncatula a time-course 
experiment was conducted for salt stress in roots using the Affymetrix Medicago GeneChip and 
MtED  (Medicago truncatula Expression Database) was suggested to be a useful resource for 
studying abiotic stress in other legumes [128].  A similar experiment for root apex responses to 
salt compared to whole roots response to salt using a 16K+ microarray chip showed that there 
was a 30-fold expression difference in transcription factor genes, suggesting different spatial 
adaptive response within the roots to soil environments [26].  Microarray analysis of aluminium 
stressed root tips of Medicago truncatula revealed novel genes involved in resistance or 
tolerance to Al resistance [129].  Such studies need to be extended to pulse crops, especially 
since EST resources are becoming increasingly available.  
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 Next-generation sequencing (NGS) is the most recent technological addition to 
expediting genome sequencing.  Genomic sequencing information is valuable for different 
purposes such as gene identification and molecular marker development in varieties of interest.  
With the availability of a reference genome as in Medicago [130], single nucleotide 
polymorphism (SNP) markers can be developed for other varieties.  Even if a reference genome 
is not available, NGS can be performed.  For example in chickpea, using Solexa tags of root 
tissues of drought tolerant and drought sensitive genotypes,  5.2 and 3.6 million reads, 
respectively were generated, with the identification of about 500 SNPs [131].  Chickpea 
transcriptome has also been sequenced with short reads on Illumina Genome Analyzer platform 
and will be valuable for marker development and gene identification [132].   
 The role of small RNAs in post-transcriptional regulation of gene expression is now well 
established, including their roles in abiotic stress tolerance (for reviews see [133-135]).  A few 
encouraging reports have recently shown the roles of miRNAs in abiotic stress tolerance in pulse 
crops. For example, cowpea miRNAs have been identified and their potential roles in salinity 
stress tolerance due to differential expression in roots have been shown [136].  Stress-responsive 
miRNAs were also identified in common bean subjected to nutrient deficiency stress and 
manganese toxicity [137].  Another study has identified and validated miRNAs in different 
organs of common bean and under growth conditions such as drought, abscisic acid treatment 
and Rhizobium infection [138].  Recently, eight potential miRNAs from horsegram 
(Macrotyloma uniflorum) were identified by computational mining of EST database at the NCBI 
and shown to be novel plant miRNAs involved in a variety of responses including environmental 
stress [139].  
 Transgenic approaches 
Transgenic approaches, as controversial as they may be, offer perhaps one of our fastest means 
for the development of abiotic stress tolerant pulse crops.  However, the transgenic technology 
can also complement functional genomics studies to validate expression of cloned genes related 
to abiotic stress tolerance.  In pulse crops, both in vitro culture and genetic transformation were 
slow to be developed.  This was mostly because of heightened interest in cereals such as rice and 
wheat, because of their important contributions to the energy supply of human beings.  Although 
cereals were generally considered recalcitrant to in vitro culture and genetic transformation, 
successes were achieved due to tremendous resources which were allocated for the production of 
transgenic cereals.  Similar resources and efforts need to be directed towards pulse crop 
transformation to increase the efficiency and reproducibility of transformation systems for pulse 
crops. 
 Since the first report of Agrobacterium-mediated delivery of genes to produce transgenic 
plants and Mendelian transmission of the transgene in 1983 [140], a number of other gene 
delivery methods have been reported.  Although Agrobacterium- and particle gun-mediated 
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delivery are the most popular methods, other methods have also been successfully used to 
produce transgenic plants for commercial applications and/or basic studies to understand plant 
growth and development.  The availability and versatility of different DNA delivery methods are 
becoming important for pulse crop improvement, since transcriptomic resources are becoming 
increasingly available.  Furthermore, although sequences of known functions in the databases 
can be used for homology-based prediction of gene function of unknown sequences, more 
precise functions of the genes of interest are often difficult to ascertain, except by a transgenic 
approach [141].  Therefore, the availability of high-throughput gene transfer systems for 
economically important pulse crops has become highly necessary for rapidly assessing gene 
function.  Such transformation systems are routine in model systems such as Arabidopsis, but are 
still lacking for many economically important crop plants.  This is particularly critical for pulse 
crops which have been relatively recalcitrant to transformation.  Of particular potential for pulse 
crop transformation, is the in planta transformation system.  Such non-tissue culture 
transformation approaches by Agrobacterium have been reported in some leguminous crops and 
are promising for pulse crops transformation.  For example, pricked peanut embryo axes were 
transformed by inoculating them in Agrobacterium suspension [142].  Seedlings or flowering 
plants of Medicago truncatula were also transformed by vacuum infiltration of Agrobacterium 
[143].  The electroporation-mediated transformation of nodal axillary buds of pea, cowpea and 
lentil and production of transformed plants is encouraging for further refinement of this strategy 
for transforming pulse crops [144]. 
 In vitro regeneration and transformation 
Notwithstanding the recalcitrance of pulse crops to tissue culture and transformation, there are 
many successful reports (for review see [145]).  In vitro culture as such, prior to being a target 
for use in transformation, was used for embryo rescue in wide hybridizations and for in vitro 
selection.  For example, inter-specific hybrids of lentil were rescued by embryo culture [146, 
147].  Similarly, hybrid plants from a cross between Phaseolus vulgaris L. and P. lunatus L. 
were obtained by embryo rescue and confirmed by rDNA analysis [148].  In chickpea, although 
limited success for inter-specific hybridization and embryo rescue were initially encountered 
[149], some success has been obtained [150].  Embryo rescue was also used to produce hybrids 
between Cajanus platycarpus × C. cajan [151, 152].  Considering that tolerance to abiotic 
stresses exists in many wild species of pulse crops, hybridization between cultivated species and 
their wild counterparts, followed by embryo rescue is likely to be a strategy worth exploring.  
Several wild species of Cicer have been shown to be tolerant to cold or drought [149, 153, 154].  
One such species, C. pinnatifidum, tolerant to cold and belonging to the tertiary gene pool, was 
crossed with C. arietinum and the hybrid was rescued by embryo culture [150].  Successful 
hybrids have also been produced by embryo rescue in cultivated lentil × wild lentil sp. [155, 
156].  Hybridization among several Vigna sp. and mungbean cultivars, followed by embryo 
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rescue gave successful hybrids with potential for use in improving these Vigna sp. for abiotic 
stress tolerance [157]. 
 In vitro selection for tolerance to biotic and abiotic stresses was also an area of extensive 
research in the seventies and eighties.  Combined with the phenomenon of somaclonal variation 
[64], in vitro selection was deemed to contribute new variation to breeding programmes.  The 
idea that plant cells can be treated as micro-organisms and subjected to selection pressure existed 
for a long time and essentially breeders could perform selection on cultured cells and tissues 
under appropriate selective agent to identify and regenerate plants from tolerant or resistant cell 
lines.  While this approach was widely explored for disease-resistance selection by employing 
fungal toxins or crude culture filtrates from fungal cultures shown to contain fungal toxins in 
tissue culture medium, advances for abiotic stress tolerance selection have also been attempted 
[158].  Abiotic stress was generally applied as NaCl or mixture of salts for salt tolerance 
selection and as polyethylene glycol (PEG) or mannitol for drought tolerance selection.  For 
example, salt tolerant Vigna radiata plants were regenerated by selective NaCl pressure [159, 
160].  As with transgenic studies, in vitro selection studies in pulse crops have equally lagged 
behind and need to be revisited.  Studies on in vitro selection for salt tolerance in other 
leguminous crops such as soybean [161] and alfalfa [162] have been done.  Some studies in 
Vigna have used callus for selection to drought by employing PEG in the culture medium [163], 
but no drought tolerant regenerated plants have been reported to date. 
  As with other biotechnological approaches for pulse crop improvement, genetic 
transformation strategies have likewise been slow to be implemented.  ICRISAT has taken a 
leading role in recent years at improving mandated pulse crops for abiotic stress tolerance, 
especially drought tolerance and include use of genetic transformation technology [164].  
Transgenic chickpea lines over-expressing a mutagenized pyrroline-5-carboxylate synthetase 
(P5CS) gene led to elevated proline levels under water deficit  in the greenhouse, but no 
significant effect on yield was observed, although transpiration efficiency was modestly 
improved [165].  A similar strategy in soybean, but using the L-Δ1-pyrroline-5-carboxylate 
reductase (P5CR) gene showed elevated accumulation of proline under stress and the better 
ability to metabolize proline after re-watering [166].  Interestingly, a P5CS gene from Vigna 
aconitifolia, altered by site-directed mutagenesis to prevent feed-back inhibition of proline [167], 
was used to produce transgenic tobacco plants with increased drought tolerance [168].  Such 
studies are encouraging and especially since the P5CS gene was cloned from a pulse crop.  Other 
studies have targeted transcription factors regulating expression of many genes upon abiotic 
stress challenges.  The most extensively studied transcription factors are the dehydration-
responsive element-binding/C-repeat-binding (DREB/CBF) from Arabidopsis and their 
involvement in multiple abiotic stresses [57, 169].  Transgenic peanut plants expressing DREB1A 
from Arabidopsis showed increased transpiration efficiency under limiting water availability 
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[170].  Production of transgenic pulse crops tolerant to abiotic stresses is thus possible, but 
resources need to be allocated to realize this possibility.  
Concluding remarks 
Pulse crop improvement for tolerance to abiotic stresses still needs tremendous resources to be 
invested to cater to world food security and nutrition.  While in the developed countries pulse 
crop improvement for abiotic stresses will lead to profitable returns on production, in developing 
countries it will improve food security, nutrition and sustainable production.  Furthermore, due to 
low-input farming in many developing countries and the occurrence of drought and low soil 
fertility, the need to develop improved pulse crop varieties is urgent.  The Generation Challenge 
Programme (GCP, http://www.generationcp.org) under the umbrella of the Consultative Group 
on International Agricultural Research (CGIAR) is precisely aiming to provide molecular 
biology-based resources for crop improvement in developing countries.  Some of the pulse crops 
targeted for development of molecular markers for stress tolerance include cowpeas, beans and 
chickpeas for the sub-Saharan African and South Asian regions.  Such programmes and those 
undertaken by ICARDA and ICRISAT are likely to provide much required impetus to pulse crop 
improvement for abiotic stress tolerance.  However, there is a need for more international 
partnership, especially from developed countries already extensively researching pulse crop 
improvement.  The accessibility of next-generation sequencing is opening up genomics resources 
hitherto not completely utilized and such resources will be valuable to expedite pulse crop 
improvement.  In the short term, transgene technology needs to be explored and adopted to 




 1  FAOStat. FAOStat. http://faostat.fao.org/ . 2008.  
 2  Varshney, R.K., Hoisington, D.A., Upadhyaya, H.D., Gaur, P.M., Nigam, S.N., Saxena, K., Vadez, V., 
Sethy, N.K., Bhatia, S., Aruna, R., Gowda, M., V and Singh, N.K. (2007) Molecular genetics and 
breeding of grain legume crops for the semi-arid tropics. Genomics-Assisted Crop Improvement, 
Vol 2: Genomics Applications in Crops 207-241. 
 3  Parry, M.A.J., Flexas, J. and Medrano, H. (2005) Prospects for crop production under drought: 
research priorities and future directions. Annals of Applied Biology 147, 211-226. 
 4  Parry, M.A.J. and Reynolds, M.P. (2007) Improving resource use efficiency. Annals of Applied 
Biology 151, 133-135. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
17 
 
 5  Verslues, P.E., Agarwal, M., Katiyar-Agarwal, S., Zhu, J. and Zhu, J.K. (2006) Methods and 
concepts in quantifying resistance to drought, salt and freezing, abiotic stresses that affect plant 
water status. Plant Journal 46, 1092. 
 6  Wang, W.X., Vinocur, B. and Altman, A. (2003) Plant responses to drought, salinity and extreme 
temperatures: towards genetic engineering for stress tolerance. Planta 218, 1-14. 
 7  Goyal,S.S., Sharma,S.K., and Rains,D.W. (2003) Crop production in saline environments: global 
and integrative perspectives Food Products Press, New York 
 8  Qadir, M., Tubeileh, A., Akhtar, J., Larbi, A., Minhas, P.S. and Khan, M.A. (2008) Productivity 
enhancement of salt-affected environments through crop diversification. Land Degradation & 
Development 19, 429-453. 
 9  Witcombe, J.R., Hollington, P.A., Howarth, C.J., Reader, S. and Steele, K.A. (2008) Breeding for 
abiotic stresses for sustainable agriculture. Philosophical Transactions of the Royal Society B-
Biological Sciences 363, 703-716. 
 10  Reynolds, M.P., Mujeeb-Kazi, A. and Sawkins, M. (2005) Prospects for utilising plant-adaptive 
mechanisms to improve wheat and other crops in drought- and salinity-prone environments. 
Annals of Applied Biology 146, 239-259. 
 11  Samineni, S., Siddique, K.H.M., Gaur, P.M. and Colmer, T.D. (2011) Salt sensitivity of the 
vegetative and reproductive stages in chickpea (Cicer arietinum L.): Podding is a particularly 
sensitive stage. Environmental and Experimental Botany 71, 260-268. 
 12  Sanchez, P.A. (2002) Ecology - Soil fertility and hunger in Africa. Science 295, 2019-2020. 
 13  Cardoso, I.M. and Kuyper, T.W. (2006) Mycorrhizas and tropical soil fertility. Agriculture 
Ecosystems & Environment 116, 72-84. 
 14  Omotayo, O.E. and Chukwuka, K.S. (2009) Soil fertility restoration techniques in sub-Saharan 
Africa using organic resources. African Journal of Agricultural Research 4, 144-150. 
 15  Makoi, J.H.J.R. and Ndakidemi, P.A. (2009) The agronomic potential of vesicular-arbuscular 
mycorrhiza (VAM) in cereals- legume mixtures in Africa. African Journal of Microbiology 
Research 3, 664-675. 
 16  Harrier, L.A. and Watson, C.A. (2003) The role of arbuscular mycorrhizal fungi in sustainable 
cropping systems. Advances in Agronomy, Vol 79 79, 185-225. 
 17  Tibbett, M. and Cairney, J.W.G. (2007) The cooler side of mycorrhizas: their occurrence and 
functioning at low temperatures. Canadian Journal of Botany-Revue Canadienne de Botanique 
85, 51-62. 
 18  Schutzendubel, A. and Polle, A. (2002) Plant responses to abiotic stresses: heavy metal-induced 
oxidative stress and protection by mycorrhization. Journal of Experimental Botany 53, 1351-
1365. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
18 
 
 19  Evelin, H., Kapoor, R. and Giri, B. (2009) Arbuscular mycorrhizal fungi in alleviation of salt stress: 
a review. Annals of Botany 104, 1263-1280. 
 20  Shibata, R. and Yano, K. (2003) Phosphorus acquisition from non-labile sources in peanut and 
pigeonpea with mycorrhizal interaction. Applied Soil Ecology 24, 133-141. 
 21  Sharifi, M., Ghorbanli, M. and Ebrahimzadeh, H. (2007) Improved growth of salinity-stressed 
soybean after inoculation with salt pre-treated mycorrhizal fungi. Journal of Plant Physiology 
164, 1144-1151. 
 22  Garg, N. and Manchanda, G. (2008) Effect of arbuscular mycorrhizal inoculation on salt-induced 
nodule senescence in Cajanus cajan (pigeonpea). Journal of Plant Growth Regulation 27, 115-
124. 
 23  Maqbool, A., Shafiq, S. and Lake, L. (2010) Radiant frost tolerance in pulse crops-a review. 
Euphytica 172, 1-12. 
 24  Bohnert, H.J., Gong, Q.Q., Li, P.H. and Ma, S.S. (2006) Unraveling abiotic stress tolerance 
mechanisms - getting genomics going. Current Opinion in Plant Biology 9, 180-188. 
 25  Sreenivasulu, N., Sopory, S.K. and Kishor, P.B.K. (2007) Deciphering the regulatory mechanisms 
of abiotic stress tolerance in plants by genomic approaches. Gene 388, 1-13. 
 26  Gruber, V., Blanchet, S., Diet, A., Zahaf, O., Boualem, A., Kakar, K., Alunni, B., Udvardi, M., 
Frugier, F. and Crespi, M. (2009) Identification of transcription factors involved in root apex 
responses to salt stress in Medicago truncatula. Molecular Genetics and Genomics 281, 55-66. 
 27  Clement, M., Lambert, A., Heroulart, D. and Boncompagni, E. (2008) Identification of new up-
regulated genes under drought stress in soybean nodules. Gene 426, 15-22. 
 28  Li, D.F., Su, Z., Dong, J.L. and Wang, T. (2009) An expression database for roots of the model 
legume Medicago truncatula under salt stress. Bmc Genomics 10, 
 29  Vij, S. and Tyagi, A.K. (2007) Emerging trends in the functional genomics of the abiotic stress 
response in crop plants. Plant Biotechnology Journal 5, 361-380. 
 30  Xiong, L.M. and Zhu, J.K. (2001) Abiotic stress signal transduction in plants: Molecular and 
genetic perspectives. Physiologia Plantarum 112, 152-166. 
 31  Chen, W.Q., Provart, N.J., Glazebrook, J., Katagiri, F., Chang, H.S., Eulgem, T., Mauch, F., Luan, S., 
Zou, G.Z., Whitham, S.A., Budworth, P.R., Tao, Y., Xie, Z.Y., Chen, X., Lam, S., Kreps, J.A., Harper, 
J.F., Si-Ammour, A., Mauch-Mani, B., Heinlein, M., Kobayashi, K., Hohn, T., Dangl, J.L., Wang, X. 
and Zhu, T. (2002) Expression profile matrix of Arabidopsis transcription factor genes suggests 
their putative functions in response to environmental stresses. Plant Cell 14, 559-574. 
 32  Kreps, J.A., Wu, Y.J., Chang, H.S., Zhu, T., Wang, X. and Harper, J.F. (2002) Transcriptome 
changes for Arabidopsis in response to salt, osmotic, and cold stress. Plant Physiology 130, 2129-
2141. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
19 
 
 33  Buchanan, C.D., Lim, S.Y., Salzman, R.A., Kagiampakis, L., Morishige, D.T., Weers, B.D., Klein, 
R.R., Pratt, L.H., Cordonnier-Pratt, M.M., Klein, P.E. and Mullet, J.E. (2005) Sorghum bicolor's 
transcriptome response to dehydration, high salinity and ABA. Plant Molecular Biology 58, 699-
720. 
 34  Hasegawa, P.M., Bressan, R.A., Zhu, J.K. and Bohnert, H.J. (2000) Plant cellular and molecular 
responses to high salinity. Annual Review of Plant Physiology and Plant Molecular Biology 51, 
463-499. 
 35  Knight, H. and Knight, M.R. (2001) Abiotic stress signalling pathways: specificity and cross-talk. 
Trends in Plant Science 6, 262-267. 
 36  Urao, T., Yakubov, B., Satoh, R., Yamaguchi-Shinozaki, K., Seki, M., Hirayama, T. and Shinozaki, K. 
(1999) A transmembrane hybrid-type histidine kinase in Arabidopsis functions as an 
osmosensor. Plant Cell 11, 1743-1754. 
 37  Sanders, D., Brownlee, C. and Harper, J.F. (1999) Communicating with calcium. Plant Cell 11, 
691-706. 
 38  Knight, H. (2000) Calcium signaling during abiotic stress in plants. International Review of 
Cytology - A Survey of Cell Biology, Vol 195 195, 269-324. 
 39  Braam, J. and Davis, R.W. (1990) Rain-Induced, Wind-Induced, and Touch-Induced Expression of 
Calmodulin and Calmodulin-Related Genes in Arabidopsis. Cell 60, 357-364. 
 40  Botella, J.R. and Arteca, R.N. (1994) Differential Expression of 2 Calmodulin Genes in Response 
to Physical and Chemical Stimuli. Plant Molecular Biology 24, 757-766. 
 41  Harding, S.A., Oh, S.H. and Roberts, D.M. (1997) Transgenic tobacco expressing a foreign 
calmodulin gene shows an enhanced production of active oxygen species. Embo Journal 16, 
1137-1144. 
 42  Sheen, J. (1996) Ca2+-dependent protein kinases and stress signal transduction in plants. 
Science 274, 1900-1902. 
 43  Luan, S. (1998) Protein phosphatases and signaling cascades in higher plants. Acta Botanica 
Sinica 40, 883-889. 
 44  Xu, Q., Fu, H.H., Gupta, R. and Luan, S. (1998) Molecular characterization of a tyrosine-specific 
protein phosphatase encoded by a stress-responsive gene in Arabidopsis. Plant Cell 10, 849-857. 
 45  Harmon, A.C., Gribskov, M. and Harper, J.F. (2000) CDPKs - a kinase for every Ca2+ signal? 
Trends in Plant Science 5, 154-159. 
 46  Zhang, T., Liu, Y., Yang, T., Zhang, L., Xu, S., Xue, L. and An, L. (2006) Diverse signals converge at 
MAPK cascades in plant. Plant Physiology and Biochemistry 44, 274-283. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
20 
 
 47  Wrzaczek, M. and Hirt, H. (2001) Plant MAP kinase pathways: how many and what for? Biology 
of the Cell 93, 81-87. 
 48  Zwerger, K. and Hirt, H. (2001) Recent advances in plant MAP kinase signalling. Biological 
Chemistry 382, 1123-1131. 
 49  Samaj, J., Baluska, F. and Hirt, H. (2004) From signal to cell polarity: mitogen-activated protein 
kinases as sensors and effectors of cytoskeleton dynamicity. Journal of Experimental Botany 55, 
189-198. 
 50  Jonak, C., Okresz, L., Bogre, L. and Hirt, H. (2002) Complexity, cross talk and integration of plant 
MAP kinase signalling. Current Opinion in Plant Biology 5, 415-424. 
 51  Ichimura, K., Shinozaki, K., Tena, G., Sheen, J., Henry, Y., Champion, A., Kreis, M., Zhang, S.Q., 
Hirt, H., Wilson, C., Heberle-Bors, E., Ellis, B.E., Morris, P.C., Innes, R.W., Ecker, J.R., Scheel, D., 
Klessig, D.F., Machida, Y., Mundy, J., Ohashi, Y. and Walker, J.C. (2002) Mitogen-activated 
protein kinase cascades in plants: a new nomenclature. Trends in Plant Science 7, 301-308. 
 52  Meskiene, I., Bogre, L., Glaser, W., Balog, J., Brandstotter, M., Zwerger, K., Ammerer, G. and Hirt, 
H. (1998) MP2C, a plant protein phosphatase 2C, functions as a negative regulator of mitogen-
activated protein kinase pathways in yeast and plants. Proceedings of the National Academy of 
Sciences of the United States of America 95, 1938-1943. 
 53  Mattison, C.P., Spencer, S.S., Kresge, K.A., Lee, J. and Ota, I.M. (1999) Differential regulation of 
the cell wall integrity mitogen-activated protein kinase pathway in budding yeast by the protein 
tyrosine phosphatases Ptp2 and Ptp3. Molecular and Cellular Biology 19, 7651-7660. 
 54  Volmat, V., Camps, M., Arkinstall, S., Pouyssegur, J. and Lenormand, P. (2001) The nucleus, a site 
for signal termination by sequestration and inactivation of p42/p44 MAP kinases. Journal of Cell 
Science 114, 3433-3443. 
 55  Mantyla, E., Lang, V. and Palva, E.T. (1995) Role of Abscisic-Acid in Drought-Induced Freezing 
Tolerance, Cold-Acclimation, and Accumulation of Lt178 and Rab18 Proteins in Arabidopsis-
Thaliana. Plant Physiology 107, 141-148. 
 56  Shinozaki, K. and Yamaguchi-Shinozaki, K. (2000) Molecular responses to dehydration and low 
temperature: differences and cross-talk between two stress signaling pathways. Current Opinion 
in Plant Biology 3, 217-223. 
 57  Liu, Q., Kasuga, M., Sakuma, Y., Abe, H., Miura, S., Yamaguchi-Shinozaki, K. and Shinozaki, K. 
(1998) Two transcription factors, DREB1 and DREB2, with an EREBP/AP2 DNA binding domain 
separate two cellular signal transduction pathways in drought- and low-temperature-responsive 
gene expression, respectively, in Arabidopsis. Plant Cell 10, 1391-1406. 
 58  Stockinger, E.J., Gilmour, S.J. and Thomashow, M.F. (1997) Arabidopsis thaliana CBF1 encodes 
an AP2 domain-containing transcriptional activator that binds to the C-repeat/DRE, a cis-acting 
DNA regulatory element that stimulates transcription in response to low temperature and water 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
21 
 
deficit. Proceedings of the National Academy of Sciences of the United States of America 94, 
1035-1040. 
 59  Yamaguchishinozaki, K. and Shinozaki, K. (1994) A Novel Cis-Acting Element in An Arabidopsis 
Gene Is Involved in Responsiveness to Drought, Low-Temperature, Or High-Salt Stress. Plant Cell 
6, 251-264. 
 60  Kilian, J., Whitehead, D., Horak, J., Wanke, D., Weinl, S., Batistic, O., D'Angelo, C., Bornberg-
Bauer, E., Kudla, J. and Harter, K. (2007) The AtGenExpress global stress expression data set: 
protocols, evaluation and model data analysis of UV-B light, drought and cold stress responses. 
Plant Journal 50, 347-363. 
 61  Ranalli, P. and Cubero, J.I. (1997) Bases for genetic improvement of grain legumes. Field Crops 
Research 53, 69-82. 
 62  Sleper,D.A. and Poehlman,J.M. (2006) Plant breeders and their work. Breeding field crops pp. 3-
16, Blackwell Publishing, Ames, Iowa. USA, 
 63  Hancock,J.F. (2004) Plant evolution and the origin of crop species CABI Pub., Wallingford, Oxon, 
UK ; 
 64  Larkin, P.J. and Scowcroft, W.R. (1981) Somaclonal variation - A novel source of variability from 
cell cultures for plant improvement. Theoretical and Applied Genetics 60, 197-214. 
 65  Kang,M.S., Subudhi,P.K., Baisakh,N., and Priyadarshan,P.M. (2007) Crop breeding 
methodologies: classic and modern. Breeding major food staples (Kang,M.S. and 
Priyadarshan,P.M., eds.) pp. 5-40, Blackwell Publishing, Oxford, UK 
 66  Rispail, N., Kalo, P., Kiss, G.B., Ellis, T.H.N., Gallardo, K., Thompson, R.D., Prats, E., Larrainzar, E., 
Ladrera, R., Gonzalez, E.M., Arrese-Igor, C., Ferguson, B.J., Gresshoff, P.M. and Rubiales, D. 
(2010) Model legumes contribute to faba bean breeding. Field Crops Research 115, 253-269. 
 67  Beebe, S.E., Rao, I.M., Cajiao, C. and Grajales, M. (2008) Selection for drought resistance in 
common bean also improves yield in phosphorus limited and favorable environments. Crop 
Science 48, 582-592. 
 68  Canci, H. and Toker, C. (2009) Evaluation of Yield Criteria for Drought and Heat Resistance in 
Chickpea (Cicer arietinum L.). Journal of Agronomy and Crop Science 195, 47-54. 
 69  Kashiwagi, J., Krishnamurthy, L., Crouch, J.H. and Serraj, R. (2006) Variability of root length 
density and its contributions to seed yield in chickpea (Cicer arietinum L.) under terminal 
drought stress. Field Crops Research 95, 171-181. 
 70  Kashiwagi, J., Krishnamurthy, L., Upadhyaya, H.D., Krishna, H., Chandra, S., Vadez, V. and Serraj, 
R. (2005) Genetic variability of drought-avoidance root traits in the mini-core germplasm 
collection of chickpea (Cicer arietinum L.). Euphytica 146, 213-222. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
22 
 
 71  Gaur, P.M., Krishnamurthy, L. and Kashiwagi, J. (2008) Improving drought-avoidance root traits 
in chickpea (Cicer arietinum L.) - Current status of research at ICRISAT. Plant Production Science 
11, 3-11. 
 72  Husain, M.M., Reid, J.B., Othman, H. and Gallagher, J.N. (1990) Growth and Water-Use of Faba 
Beans (Vicia-Faba) in A Subhumid Climate .1. Root and Shoot Adaptations to Drought Stress. 
Field Crops Research 23, 1-17. 
 73  Singh, R.J. and Hymowitz, T. (1999) Soybean genetic resources and crop improvement. Genome 
42, 605-616. 
 74  Singh,R.J. and Jauhar,P.P. (2005) Genetic resources, chromosome engineering, and crop 
improvement CRC Press, Boca Raton, FL 
 75  Buhariwalla, H.K., Jayashree, B., Eshwar, K. and Crouch, J.H. (2005) Development of ESTs from 
chickpea roots and their use in diversity analysis of the Cicer genus. BMC Plant Biology 5, 
 76  van Harten,A.M. (1998) Mutation breeding :theory and practical applications Cambridge 
University Press, Cambridge, U.K. 
 77  Muller, H.J. (1928) The production of mutations by x-rays. Proceedings of the National Academy 
of Sciences of the United States of America 14, 714-726. 
 78  Muller, H.J. (1927) Artificial transmutation of the gene. Science 66, 84-87. 
 79  Stadler, L.J. (1928) Mutations in barley induced by X-rays and radium. Science 68, 186-187. 
 80  FAO/IAEA. Mutant varieties database, Joint FAO/IAEA Home. http://www-mvd.iaea.org . 2011. 
2-5-2011.  
 81  Ahloowalia, B.S., Maluszynski, M. and Nichterlein, K. (2004) Global impact of mutation-derived 
varieties. Euphytica 135, 187-204. 
 82  Micke, A. (1993) Mutation Breeding of Grain Legumes. Plant and Soil 152, 81-85. 
 83  Micke, A. (1984) Mutation Breeding of Grain Legumes. Plant and Soil 82, 337-357. 
 84  McCallum, C.M., Comai, L., Greene, E.A. and Henikoff, S. (2000) Targeting induced local lesions 
in genomes (TILLING) for plant functional genomics. Plant Physiology 123, 439-442. 
 85  Till, B.J., Reynolds, S.H., Greene, E.A., Codomo, C.A., Enns, L.C., Johnson, J.E., Burtner, C., Odden, 
A.R., Young, K., Taylor, N.E., Henikoff, J.G., Comai, L. and Henikoff, S. (2003) Large-scale 
discovery of induced point mutations with high-throughput TILLING. Genome Research 13, 524-
530. 
 86  McCallum, C.M., Comai, L., Greene, E.A. and Henikoff, S. (2000) Targeted screening for induced 
mutations. Nature Biotechnology 18, 455-457. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
23 
 
 87  Colbert, T., Till, B.J., Tompa, R., Reynolds, S., Steine, M.N., Yeung, A.T., McCallum, C.M., Comai, L. 
and Henikoff, S. (2001) High-throughput screening for induced point mutations. Plant Physiology 
126, 480-484. 
 88  Oleykowski, C.A., Mullins, C.R.B., Godwin, A.K. and Yeung, A.T. (1998) Mutation detection using 
a novel plant endonuclease. Nucleic Acids Research 26, 4597-4602. 
 89  Greene, E.A., Codomo, C.A., Taylor, N.E., Henikoff, J.G., Till, B.J., Reynolds, S.H., Enns, L.C., 
Burtner, C., Johnson, J.E., Odden, A.R., Comai, L. and Henikoff, S. (2003) Spectrum of chemically 
induced mutations from a large-scale reverse-genetic screen in arabidopsis. Genetics 164, 731-
740. 
 90  Perry, J.A., Wang, T.L., Welham, T.J., Gardner, S., Pike, J.M., Yoshida, S. and Parniske, M. (2003) 
A TILLING reverse genetics tool and a web-accessible collection of mutants of the legume Lotus 
japonicus. Plant Physiology 131, 866-871. 
 91  Weil, C.F. and Monde, R.A. (2007) Induced mutations in maize. Israel Journal of Plant Sciences 
55, 183-190. 
 92  Caldwell, D.G., McCallum, N., Shaw, P., Muehlbauer, G.J., Marshall, D.F. and Waugh, R. (2004) A 
structured mutant population for forward and reverse genetics in Barley (Hordeum vulgare L.). 
The Plant Journal 40, 143-150. 
 93  Slade, A.J., Fuerstenberg, S.I., Loeffler, D., Steine, M.N. and Facciotti, D. (2005) A reverse genetic, 
nontransgenic approach to wheat crop improvement by TILLING. Nat Biotech 23, 75-81. 
 94  Rakszegi, M., Kisgyorgy, B.N., Tearall, K., Shewry, P.R., Lang, L., Phillips, A. and Bedo, Z. (2010) 
Diversity of agronomic and morphological traits in a mutant population of bread wheat studied 
in the Healthgrain program. Euphytica 174, 409-421. 
 95  Sestili, F., Botticella, E., Bedo, Z., Phillips, A. and Lafiandra, D. (2010) Production of novel allelic 
variation for genes involved in starch biosynthesis through mutagenesis. Molecular Breeding 25, 
145-154. 
 96  Uauy, C., Paraiso, F., Colasuonno, P., Tran, R.K., Tsai, H., Berardi, S., Comai, L. and Dubcovsky, J. 
(2009) A modified TILLING approach to detect induced mutations in tetraploid and hexaploid 
wheat. BMC Plant Biology 9, 
 97  Chawade, A., Sikora, P., Brautigam, M., Larsson, M., Vivekanand, V., Nakash, M.A., Chen, T.S. 
and Olsson, O. (2010) Development and characterization of an oat TILLING-population and 
identification of mutations in lignin and beta-glucan biosynthesis genes. BMC Plant Biology 10, 
 98  Cooper, J.L., Till, B.J., Laport, R.G., Darlow, M.C., Kleffner, J.M., Jamai, A., El-Mellouki, T., Liu, S., 
Ritchie, R., Nielsen, N., Bilyeu, K.D., Meksem, K., Comai, L. and Henikoff, S. (2008) TILLING to 
detect induced mutations in soybean. BMC Plant Biology 8, 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
24 
 
 99  Porch, T.G., Blair, M.W., Lariguet, P., Galeano, C., Pankhurst, C.E. and Broughton, W.J. (2009) 
Generation of a Mutant Population for TILLING Common Bean Genotype BAT 93. Journal of the 
American Society for Horticultural Science 134, 348-355. 
 100  Blair, M.W., Porch, T., Cichy, K., Galeano, C.H., Lariguet, P., Pankhurst, C. and Broughton, W. 
(2007) Induced mutants in common bean (Phaseolus vulgaris), and their potential use in 
nutrition quality breeding and gene discovery. Israel Journal of Plant Sciences 55, 191-200. 
 101  Hofer, J., Turner, L., Moreau, C., Ambrose, M., Isaac, P., Butcher, S., Weller, J., Dupin, A., 
Dalmais, M., Le Signor, C., Bendahmane, A. and Ellis, N. (2009) Tendril-less Regulates Tendril 
Formation in Pea Leaves. Plant Cell 21, 420-428. 
 102  de Lorenzo, L., Merchan, F., Laporte, P., Thompson, R., Clarke, J., Sousa, C. and Crespi, M. (2009) 
A Novel Plant Leucine-Rich Repeat Receptor Kinase Regulates the Response of Medicago 
truncatula Roots to Salt Stress. Plant Cell 21, 668-680. 
 103  Ganeshan,S., Sharma,P., and Chibbar,R.N. (2009) Functional Genomics For Crop Improvement. 
Molecular Techniques in Crop Improvement (Jain,S.M. and Brar,D.S., eds.) pp. 63-95, Springer 
Netherlands, 
 104  Diers, B. (2005) Marker-assisted selection for soybean cyst nematode resistance in soybean. 
Phytopathology 95, S139. 
 105  Mutlu, N., Miklas, P., Reiser, J. and Coyne, D. (2005) Backcross breeding for improved resistance 
to common bacterial blight in pinto bean (Phaseolus vulgaris L.). Plant Breeding 124, 282-287. 
 106  Schneider, K.A., RosalesSerna, R., IbarraPerez, F., CazaresEnriquez, B., AcostaGallegos, J.A., 
RamirezVallejo, P., Wassimi, N. and Kelly, J.D. (1997) Improving common bean performance 
under drought stress. Crop Science 37, 43-50. 
 107  Schneider, K.A., Brothers, M.E. and Kelly, J.D. (1997) Marker-assisted selection to improve 
drought resistance in common bean. Crop Science 37, 51-60. 
 108  Muchero, W., Ehlers, J.D., Close, T.J. and Roberts, P.A. (2009) Mapping QTL for drought stress-
induced premature senescence and maturity in cowpea [Vigna unguiculata (L.) Walp.]. 
Theoretical and Applied Genetics 118, 849-863. 
 109  Muchero, W., Ehlers, J.D. and Roberts, P.A. (2010) Restriction site polymorphism-based 
candidate gene mapping for seedling drought tolerance in cowpea [Vigna unguiculata (L.) 
Walp.]. Theoretical and Applied Genetics 120, 509-518. 
 110  Arbaoui, M., Link, W., Satovic, Z. and Torres, A.M. (2008) Quantitative trait loci of frost tolerance 
and physiologically related trait in faba bean (Vicia faba L.). Euphytica 164, 93-104. 
 111  Kahraman, A., Kusmenoglu, I., Aydin, N., Aydogan, A., Erskine, W. and Muehlbauer, F.J. (2004) 
QTL mapping of winter hardiness genes in lentil. Crop Science 44, 13-22. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
25 
 
 112  Lejeune-Henaut, I., Hanocq, E., Bethencourt, L., Fontaine, V., Delbreil, B., Morin, J., Petit, A., 
Devaux, R., Boilleau, M., Stempniak, J.J., Thomas, M., Laine, A.L., Foucher, F., Baranger, A., 
Burstin, J., Rameau, C. and Giauffret, C. (2008) The flowering locus Hr colocalizes with a major 
QTL affecting winter frost tolerance in Pisum sativum L. Theoretical and Applied Genetics 116, 
1105-1116. 
 113  Hamwieh, A. and Xu, D.H. (2008) Conserved salt tolerance quantitative trait locus (QTL) in wild 
and cultivated soybeans. Breeding Science 58, 355-359. 
 114  Lee, G.J., Boerma, H.R., Villagarcia, M.R., Zhou, X., Carter, T.E., Li, Z. and Gibbs, M.O. (2004) A 
major QTL conditioning salt tolerance in S-100 soybean and descendent cultivars. Theoretical 
and Applied Genetics 109, 1610-1619. 
 115  Chen, H.T., Cui, S.Y., Fu, S.X., Gai, J.Y. and Yu, D.Y. (2008) Identification of quantitative trait loci 
associated with salt tolerance during seedling growth in soybean (Glycine max L.). Australian 
Journal of Agricultural Research 59, 1086-1091. 
 116  Dita, M.A., Rispail, N., Prats, E., Rubiales, D. and Singh, K.B. (2006) Biotechnology approaches to 
overcome biotic and abiotic stress constraints in legumes. Euphytica 147, 1-24. 
 117  Ashraf, M. (2010) Inducing drought tolerance in plants: Recent advances. Biotechnology 
Advances 28, 169-183. 
 118  Faleiro, F.G., Ragagnin, V.A., Moreira, M.A. and de Barros, E.G. (2004) Use of molecular markers 
to accelerate the breeding of common bean lines resistant to rust and anthracnose - Breeding of 
common bean lines resistant to rust and anthracnose aided by molecular markers. Euphytica 
138, 213-218. 
 119  Steele, K.A., Price, A.H., Shashidhar, H.E. and Witcombe, J.R. (2006) Marker-assisted selection to 
introgress rice QTLs controlling root traits into an Indian upland rice variety. Theoretical and 
Applied Genetics 112, 208-221. 
 120  Jayashree, B., Buhariwalla, H.K., Shinde, S. and Crouch, J.H. (2005) A legume genomics resource: 
The chickpea root expressed sequence tag database. Electronic Journal of Biotechnology 8, 128-
133. 
 121  Varshney, R.K., Hiremath, P.J., Lekha, P., Kashiwagi, J., Balaji, J., Deokar, A.A., Vadez, V., Xiao, 
Y.L., Srinivasan, R., Gaur, P.M., Siddique, K.H.M., Town, C.D. and Hoisington, D.A. (2009) A 
comprehensive resource of drought- and salinity-responsive ESTs for gene discovery and marker 
development in chickpea (Cicer arietinum L.). Bmc Genomics 10, 
 122  Raju, N.L., Gnanesh, B.N., Lekha, P., Jayashree, B., Pande, S., Hiremath, P.J., Byregowda, M., 
Singh, N.K. and Varshney, R.K. (2010) The first set of EST resource for gene discovery and marker 
development in pigeonpea (Cajanus cajan L.). BMC Plant Biology 10, 
 123  Varshney, R.K., Penmetsa, R.V., Dutta, S., Kulwal, P.L., Saxena, R.K., Datta, S., Sharma, T.R., 
Rosen, B., Carrasquilla-Garcia, N., Farmer, A.D., Dubey, A., Saxena, K.B., Gao, J., Fakrudin, B., 
Singh, M.N., Singh, B.P., Wanjari, K.B., Yuan, M., Srivastava, R.K., Kilian, A., Upadhyaya, H.D., 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
26 
 
Mallikarjuna, N., Town, C.D., Bruening, G.E., He, G., May, G.D., McCombie, R., Jackson, S.A., 
Singh, N.K. and Cook, D.R. (2010) Pigeonpea genomics initiative (PGI): an international effort to 
improve crop productivity of pigeonpea (Cajanus cajan L.). Molecular Breeding 26, 393-408. 
 124  Torres, G.A.M., Pflieger, S., Corre-Menguy, F., Mazubert, C., Hartmann, C. and Lelandais-Briere, 
C. (2006) Identification of novel drought-related mRNAs in common bean roots by differential 
display RT-PCR. Plant Science 171, 300-307. 
 125  Simoes-Araujo, J.L., Rodrigues, R.L., Gerhardt, L.B.D., Mondego, J.M.C., Alves-Ferreira, M., 
Rumjanek, N.G. and Margis-Pinheiro, M. (2002) Identification of differentially expressed genes 
by cDNA-AFLP technique during heat stress in cowpea nodules. Febs Letters 515, 44-50. 
 126  Simoes-Araujo, J.L., Alves-Ferreira, M., Rumjanek, N.G. and Margis-Pinheiro, M. (2008) VuNIP1 
(NOD26-like) and VuHSP17.7 gene expression are regulated in response to heat stress in cowpea 
nodule. Environmental and Experimental Botany 63, 256-265. 
 127  Ganeshan, S., Sharma, P., Young, L., Kumar, A., Fowler, D. and Chibbar, R. (2011) Contrasting 
cDNA-AFLP profiles between crown and leaf tissues of cold-acclimated wheat plants indicate 
differing regulatory circuitries for low temperature tolerance. Plant Molecular Biology 75, 379-
398. 
 128  Li, D.F., Su, Z., Dong, J.L. and Wang, T. (2009) An expression database for roots of the model 
legume Medicago truncatula under salt stress. Bmc Genomics 10, 
 129  Chandran, D., Sharopova, N., Ivashuta, S., Gantt, J.S., VandenBosch, K.A. and Samac, D.A. (2008) 
Transcriptome profiling identified novel genes associated with aluminum toxicity, resistance and 
tolerance in Medicago truncatula. Planta 228, 151-166. 
 130  Cheung, F., Haas, B.J., Goldberg, S.M.D., May, G.D., Xiao, Y.L. and Town, C.D. (2006) Sequencing 
Medicago truncatula expressed sequenced tags using 454 Life Sciences technology. Bmc 
Genomics 7, 
 131  Varshney, R.K., Nayak, S.N., May, G.D. and Jackson, S.A. (2009) Next-generation sequencing 
technologies and their implications for crop genetics and breeding. Trends in Biotechnology 27, 
522-530. 
 132  Garg, R., Patel, R.K., Tyagi, A.K. and Jain, M. (2011) De Novo Assembly of Chickpea 
Transcriptome Using Short Reads for Gene Discovery and Marker Identification. Dna Research 
18, 53-63. 
 133  Sunkar, R. (2010) MicroRNAs with macro-effects on plant stress responses. Seminars in Cell & 
Developmental Biology 21, 805-811. 
 134  Shukla, L.I., Chinnusamy, V. and Sunkar, R. (2008) The role of microRNAs and other endogenous 
small RNAs in plant stress responses. Biochimica et Biophysica Acta-Gene Regulatory 
Mechanisms 1779, 743-748. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
27 
 
 135  Lu, X.Y. and Huang, X.L. (2008) Plant miRNAs and abiotic stress responses. Biochemical and 
Biophysical Research Communications 368, 458-462. 
 136  Paul, S., Kundu, A. and Pal, A. (2011) Identification and validation of conserved microRNAs along 
with their differential expression in roots of Vigna unguiculata grown under salt stress. Plant Cell 
Tissue and Organ Culture 105, 233-242. 
 137  Valdes-Lopez, O., Yang, S.S., Aparicio-Fabre, R., Graham, P.H., Reyes, J.L., Vance, C.P. and 
Hernandez, G. (2010) MicroRNA expression profile in common bean (Phaseolus vulgaris) under 
nutrient deficiency stresses and manganese toxicity. New Phytologist 187, 805-818. 
 138  Arenas-Huertero, C., Perez, B., Rabanal, F., Blanco-Melo, D., De la Rosa, C., Estrada-Navarrete, 
G., Sanchez, F., Covarrubias, A.A. and Reyes, J.L. (2009) Conserved and novel miRNAs in the 
legume Phaseolus vulgaris in response to stress. Plant Molecular Biology 70, 385-401. 
 139  Bhardwaj, J., Mohammad, H. and Yadav, S. (2010) Computational identification of microRNAs 
and their targets from the expressed sequence tags of horsegram (&lt;i&gt;Macrotyloma 
uniflorum&lt;/i&gt; (Lam.) Verdc.). Journal of Structural and Functional Genomics 11, 233-240. 
 140  Otten, L., Degreve, H., Hernalsteens, J.P., Vanmontagu, M., Schieder, O., Straub, J. and Schell, J. 
(1981) Mendelian Transmission of Genes Introduced Into Plants by the Ti Plasmids of 
Agrobacterium-Tumefaciens. Molecular & General Genetics 183, 209-213. 
 141  Sessions, A., Burke, E., Presting, G., Aux, G., McElver, J., Patton, D., Dietrich, B., Ho, P., 
Bacwaden, J., Ko, C., Clarke, J.D., Cotton, D., Bullis, D., Snell, J., Miguel, T., Hutchison, D., 
Kimmerly, B., Mitzel, T., Katagiri, F., Glazebrook, J., Law, M. and Goff, S.A. (2002) A high-
throughput Arabidopsis reverse genetics system. Plant Cell 14, 2985-2994. 
 142  Rohini, V.K. and Rao, K.S. (2000) Transformation of peanut (Arachis hypogaea L.): a non-tissue 
culture based approach for generating transgenic plants. Plant Science 150, 41-49. 
 143  Trieu, A.T., Burleigh, S.H., Kardailsky, I.V., Maldonado-Mendoza, I.E., Versaw, W.K., Blaylock, 
L.A., Shin, H.S., Chiou, T.J., Katagi, H., Dewbre, G.R., Weigel, D. and Harrison, M.J. (2000) 
Transformation of Medicago truncatula via infiltration of seedlings or flowering plants with 
Agrobacterium. Plant Journal 22, 531-541. 
 144  Chowrira, G.M., Akella, V., Fuerst, P.E. and Lurquin, P.F. (1996) Transgenic grain legumes 
obtained by in planta electroporation-mediated gene transfer. Molecular Biotechnology 5, 85-
96. 
 145  Eapen, S. (2008) Advances in development of transgenic pulse crops. Biotechnology Advances 
26, 162-168. 
 146  Ladizinsky, G., Cohen, D. and Muehlbauer, F.J. (1985) Hybridization in the Genus Lens by Means 
of Embryo Culture. Theoretical and Applied Genetics 70, 97-101. 
 147  Cohen, D., Ladizinsky, G., Ziv, M. and Muehlbauer, F.J. (1984) Rescue of Interspecific Lens 
Hybrids by Means of Embryo Culture. Plant Cell Tissue and Organ Culture 3, 343-347. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
28 
 
 148  Kuboyama, T., Shintaku, Y. and Takeda, G. (1991) Hybrid plant of Phaseolus vulgaris L. and P. 
lunatus L. obtained by means of embryo rescue and confirmed by restriction endonuclease 
analysis of rDNA. Euphytica 54, 177-182. 
 149  Croser, J.S., Ahmad, F., Clarke, H.J. and Siddique, K.H.M. (2003) Utilisation of wild Cicer in 
chickpea improvement - progress, constraints, and prospects. Australian Journal of Agricultural 
Research 54, 429-444. 
 150  Mallikarjuna, N. (1999) Ovule and embryo culture to obtain hybrids from interspecific 
incompatible pollinations in chickpea. Euphytica 110, 1-6. 
 151  Mallikarjuna, N., Jadhav, D. and Reddy, P. (2006) Introgression of Cajanus platycarpus genome 
into cultivated pigeonpea, C. cajan. Euphytica 149, 161-167. 
 152  Mallikarjuna, N. and Moss, J.P. (1995) Production of hybrids between Cajanus platycarpus and 
Cajanus cajan. Euphytica 83, 43-46. 
 153  Singh, K.B., Ocampo, B. and Robertson, L.D. (1998) Diversity for abiotic and biotic stress 
resistance in the wild annual Cicer species. Genetic Resources and Crop Evolution 45, 9-17. 
 154  Croser, J.S., Clarke, H.J., Siddique, K.H.M. and Khan, T.N. (2003) Low-temperature stress: 
Implications for chickpea (Cicer arietinum L.) improvement. Critical Reviews in Plant Sciences 22, 
185-219. 
 155  Fratini, R. and Ruiz, M.L. (2008) Micropropagation of intra and interspecific Lens hybrids. 
Euphytica 159, 199-206. 
 156  Fratini, R. and Ruiz, M.L. (2006) Interspecific hybridization in the genus Lens applying in vitro 
embryo rescue. Euphytica 150, 271-280. 
 157  Palmer, J.L., Lawn, R.J. and Adkins, S.W. (2002) An embryo-rescue protocol for Vigna 
interspecific hybrids. Australian Journal of Botany 50, 331-338. 
 158  Rai, M.K., Kalia, R.K., Singh, R., Gangola, M.P. and Dhawan, A.K. (2011) Developing stress 
tolerant plants through in vitro selection-An overview of the recent progress. Environmental and 
Experimental Botany 71, 89-98. 
 159  Gulati, A. and Jaiwal, P.K. (1993) In-Vitro Selection of Salt-Resistant Vigna-Radiata (L) Wilczek 
Plants by Adventitious Shoot Formation from Cultured Cotyledon Explants. Journal of Plant 
Physiology 142, 99-102. 
 160  Hassan, N.M., Serag, M.S., El-Feky, F.M. and Alla, M.M.N. (2008) In vitro selection of mung bean 
and tomato for improving tolerance to NaCl. Annals of Applied Biology 152, 319-330. 
 161  Liu, T. and Van Staden, J. (2000) Selection and characterization of sodium chloride-tolerant 
callus of Glycine max (L.) Merr cv. Acme. Plant Growth Regulation 31, 195-207. 
In: Improving crop Productivity in Sustainable Agriculture (eds. Tuteja N, Gill SS, Tuteja R) Wiley-VCH 
Verlag & Co. KGaA, Weinheim, Germany, pp 423 – 450.   
29 
 
 162  Safarnejad, A., Collin, H.A., Bruce, K.D. and McNeilly, T. (1996) Characterization of alfalfa 
(Medicago sativa L) following in vitro selection for salt tolerance. Euphytica 92, 55-61. 
 163  Gulati, A. and Jaiwal, P.K. (1994) In-Vitro Selection and Characterization of Vigna-Radiata Cell-
Line Resistant to Peg-Induced Drought Stress. Acta Physiologiae Plantarum 16, 53-60. 
 164  Bhatnagar-Mathur, P., Rao, J.S., Vadez, V. and Sharma, K.K. (2010) Transgenic Strategies for 
Improved Drought Tolerance in Legumes of Semi-Arid Tropics. Journal of Crop Improvement 24, 
92-111. 
 165  Bhatnagar-Mathur, P., Vadez, V., Devi, M., Lavanya, M., Vani, G. and Sharma, K.K. (2009) Genetic 
engineering of chickpea (Cicer arietinum L.) with the P5CSF129A gene for osmoregulation with 
implications on drought tolerance. Molecular Breeding 23, 591-606. 
 166  de Ronde, J.A., Cress, W.A., Kruger, G.H.J., Strasser, R.J. and Van Staden, J. (2004) Photosynthetic 
response of transgenic soybean plants, containing an Arabidopsis P5CR gene, during heat and 
drought stress. Journal of Plant Physiology 161, 1211-1224. 
 167  Zhang, C.S., Lu, Q. and Verma, D.P.S. (1995) Removal of Feedback Inhibition of Delta(1)-
Pyrroline-5-Carboxylate Synthetase, A Bifunctional Enzyme Catalyzing the First 2 Steps of Proline 
Biosynthesis in Plants. Journal of Biological Chemistry 270, 20491-20496. 
 168  Gubis, J., Vanková, R., Cervená, V., Dragúnová, M., Hudcovicová, M., Lichtnerová, H., Dokupil, T. 
and Jureková, Z. (2007) Transformed tobacco plants with increased tolerance to drought. South 
African Journal of Botany 73, 505-511. 
 169  Jaglo-Ottosen, K.R., Gilmour, S.J., Zarka, D.G., Schabenberger, O. and Thomashow, M.F. (1998) 
Arabidopsis CBF1 overexpression induces COR genes and enhances freezing tolerance 
23. Science 280, 104-106. 
 170  Bhatnagar-Mathur, P., Devi, M.J., Reddy, D.S., Lavanya, M., Vadez, V., Serraj, R., Yamaguchi-
Shinozaki, K. and Sharma, K.K. (2007) Stress-inducible expression of At DREB1A in transgenic 
peanut (Arachis hypogaea L.) increases transpiration efficiency under water-limiting conditions. 
Plant Cell Reports 26, 2071-2082. 
 
 
 
 
 
 
 
